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Table S1. List of circRNAs candidates
Table S2. List of primers and ASO sequences used in this study
Figure S1. Comparison of annotation-based pipeline and published pipeline
Venn diagram of the over-lapping circRNAs based on annotation-based versus circBase was constructed. 
Figure S2. Validation of mcircRNAs candidates
(A) A chromatogram of Sanger sequencing showing the sequences of the back-splicing junctions of 4 candidate circRNAs. (B) RAW264.7 cells were induced with or without LPS for 2 hours and total RNA was subjected to RNase R treatment to confirm the circularity of candidate circRNAs. The levels of mEtv6, mPlcl2, mUbe2d2 and mLilrb3 were measured by qRT-PCR. All experiments were carried out in duplicates. (*, p < 0.05; **, p < 0.01).
Figure S3. Ratio of circular, linear RasGEF1B RNAs and ICAM-1 mRNA
Relative abundance of mcircRasGEF1B versus mlinRasGEF1B before and after LPS stimulation and the abundance of mcircRasGEF1B and ICAM-1 after LPS were estimated. 
Figure S4. Sucrose gradient centrifugation 
RAW 264.7 cells were induced for 2 hours and cytoplasmic supernatant was subjected to sucrose gradient centrifugation. Total RNA from each fraction was harvested and verified with agarose gel. 
Figure S5. ASO knockdown on LPS target genes
RAW264.7 cells were transfected with ASO I, ASO II and control ASO, and induced with LPS for 2 hours. The expression levels of CCL5, A20 and IP10 were measured by qRT-PCR. All experiments were carried out in duplicates.
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